500 -

BF2+BR2

o W .

00 ! ' l i 0.23%
_ l i

100 : ! :

al BF2+BR1

wd 1 1.35%

. l'"m—

200 ‘ : ]

| =

s BF1+BR2

H
wl b 0.40%
| B
200 | ! ! ¢ ; .
100 ;
[
0—

Length of sequences dereplicated matched against OTUs in bp

s BF1+BR1

]
con | 0.06%
300 | ' 3 ?
200 - ' ' ""m - .
4 [ B ']
w4 § °
[ ] [ B B e »
[
0 —4
I 1 1 1 | 1 I
1 10 100 1000 10000 100000 1000000

Number of sequences (dereplicated “size”)

Figure S7: Length distribution and abundance of individual sequences assigned to each OTU for all
primer combinations. The percentage value indicates the proportion of sequences which are at least
10 bp longer or shorter than the expected amplicon length.



